Pseudomonas mendocina DLHK is an aerobic bacterium isolated from a biotrickling reactor which can remove nitric oxide, a common air pollutant from combustion exhaust gas. Here, we present the draft genome of Pseudomonas mendocina DLHK.
N
itric oxide (NO) and nitrogen dioxide (NO 2 ), collectively known as nitrogen oxides (NO x ), are the major air pollutants released in the combustion process. They can bring tremendous harm to the environment by causing photochemical smog and acid rain (7) . Many methods have been developed to eliminate these nitrogen oxide pollutants in air. Among these methods, elimination of these pollutants by bioreactor, especially the biotrickling reactor, was proven to be highly effective (5) . An unknown bacterium which shows high performance in removing nitrogen oxides was isolated from a biotrickling reactor. A partial 16S rRNA gene sequence was obtained and searched in GenBank using BLAST (1) . The BLAST result suggested the bacterium should be assigned to Pseudomonas mendocina, primarily a denitrifying environmental bacterium (2) that may also be an opportunistic human pathogen (4, 6) .
Genomic DNA was extracted using the CTAB/NaCl genomic DNA extraction method. Whole-genome shotgun sequencing was performed on a 454 GS junior system (Roche Diagnostics, Branford, CT) using a GS FLX Titanium rapid library preparation kit (Roche Diagnostics). A total of 76,990,662 bp were generated from 234,801 reads, which is estimated to have 15ϫ coverage and can give a high-quality draft genome assembly, according to our previous simulation study (3) . The raw reads were de novo assembled using Newbler 2.7 (Roche Diagnostics), producing 81 contigs. Primers were designed on the junction of contigs, and gaps were closed by PCR with randomly multiplexed primers. The Sanger sequencing method was then employed to close the gaps. A draft genome was obtained with 33 contigs with an N50 contig length of 271,276 bp. The total length of the draft genome is 5,072,093 bp, and the GC content is 64.7%.
The draft genome was annotated by using the NCBI Prokaryotic Genomes Automatic Annotation Pipeline (PGAAP). The genes identified included 4,621 protein coding genes, 53 tRNA genes, and an rRNA gene island with 5S, 23S, and 16S rRNA genes. Three thousand eight hundred forty-one (83%) of the protein coding genes were assigned to Clusters of Orthologous Groups (COG). Further study using phylogenetic markers like rpoB confirms that Pseudomonas mendocina DLHK is most closely related to Pseudomonas mendocina ymp.
The draft genome sequence of Pseudomonas mendocina DLHK could contribute to better understanding and optimization of nitrogen oxide removal in the biotrickling reactor, as well as the study of evolution of the Pseudomonas genus.
Nucleotide sequence accession numbers. This Whole Genome Shotgun project has been deposited at DDBJ/EMBL/ GenBank under accession number ALKM00000000. The version described in this paper is the first version, ALKM01000000.
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